Distinct peptides are counted once per LC-MS/MS Run and also counted once even if seen in multiple parameter sets. The table partitions matched peptides according to the number of OMSSA parameter sets in which they were detected.
Supplementary Figure 2.
Bootstrap analysis of parent protein conformance. 3,060 PSMs were sampled with replacement 1,000 times using output from OMSSA parameter set 0 after filtering at an FDR of 5%. The conformance rate for SEQUEST filtered at 5% FDR is significantly below the 1% distribution threshold whereas conformance of SEQUEST filtered at 0.6% FDR is within the 1% to 99% confidence thresholds range. 
